Hedrick • High Inbreeding or Erroneous Calculation?
also identified 3 genetic subpopulations in Finnsheep, which generally corresponded to different coat colors (F ST = 0.054, indicating substantial genetic structure). If this within-breed population structure was ignored, then estimates of inbreeding using the molecular data were significantly inflated, consistent with the suggestions above for the analysis of Paiva et al. (2011) .
Sampling a few sheep from many flocks within a breed is a good strategy to capture a substantial amount of variation in each breed but not a good approach to estimate inbreeding, as demonstrated in the preceding paragraphs (see also discussion by Keller and Waller 2002) . On the other hand, estimation of inbreeding from molecular data is possible if the sample comprises a large number of sheep from a given flock (as for the Brazilian breed samples that had near-zero F IS estimates). Fortunately, now that sheep (and other species) have extensive genomic data, many independent loci can also be used in each individual to estimate individual inbreeding coefficients within a breed (Keller et al. 2011; Li et al. 2011) .
